The molecular data matrix used in our study, published in the September 21 issue of Current Biology on pages 1644-1649, was obtained from the small subunit (SSU) rRNA database and not directly from GenBank. The sequences in the (SSU) rRNA database are provided in aligned format in accordance to the secondary-structure information derived by comparative sequence analysis of numerous sequences. We used sequences from this database in order to ensure that the original model-based approach of the paper was followed through all steps of data treatment, from alignment to the Bayesian inference of the phylogeny. The database, however, contains only a subset of the sequences available from GenBank and only one ascertained species of nemertodermatids (Nemertinoides elongates). This sequence has been shown to be problematic and has, as Ronald Jenner of the University of California, Davis correctly pointed out, been retracted from GenBank but not from the SSU database. This was a fact we unfortunately were unaware of.
Figure 1. Revised Bayesian Inference of the Metazoan Data Set Published in the September 21, 2004 Issue of Current Biology
The original Nemertodermatid sequence of Nemertinoides elongatus (U70083) was replaced with Nemertoderma westbladi (AF327726). Nemertodermatida now form a sistergroup to all other bilaterian metazoans except Acoela. The position of the major taxonomical groups was not altered. Three independent analyses were run; all produced trees with identical topologies and comparable posterior probabilities. The new Nematodermatid sequence was aligned to the original alignment by eye. All parameters for the Bayesian analyses were duplicated from the experimental procedures in Glenner et al. [2] .
